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A 2.6-kilobase HindIII fragment from MycoRlasma genitalium (ATCC
33530) was completely sequenced and found to contain an open
reading frame coding for a protein of 393 amino acids. The
nucleotide sequence is 76% homologous with tuf from M.
gallisepticum (see accompanying paper), while the amino acid
sequence shows 81% identity (with conservative replacements) with
the EF-Tu of Escherichia coli tufB (1). Southern blot
hybridization shows that M. genitalium contains a single copy of
tuf. Although the tuf gene is followed by sequences which could
signal termination of transcription, there is no Shine-Dalgarno
(ribosome binding site) sequence nor another open reading frame
in the region 5' to tuf. Studies showing that sequences upstream
of this gene are capable of functioning as a translation
initiator in E. coli will be published elsewhere.
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TG TTT tfAC TAAATTTAAGTCCTTGAAGATTATAAGCATTATCTCCAGCTTATCTTAAACTTATTTAAAATTAACAACATAATTTAAACAAATGGCAAGAGAGAAATTTGACCGTTC CAA
(N) A R E K F D R S K
*150 10 210 2 40A(CfAGTCA GTSGACCATGTCC^TG^ C^CGA^ACCATT^^^TGCTATC TG'ACAGTTTTAGCAAAGGAAGGAAAAT CAGCTGCAACGCGT'ATGATGAAA T
P H V N V G T I G H I D K G K T T L TA A I C T V L A K E G K S A A T R Y D e 1
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TGATA^AACCCC TGAAGAAAAAGCAAGGcG7AATCACAAT'TAACTTOCYA'CACGTAGAATATTCTTCTGA'CAAACGTCACTATGCCCCATGTTGAC TGTCCTGGACATGCT'GAC TACATT A
D K A P E e K A R G I T O N S A Na V Y S S D K RN Y AA V D C P G H A D Y I K
390 C420 450 .40AAATATGATCACAGGTGCTGCACAAATGGATGGAGCTAT'TCTAGTTGTTT'CAGCAA TGATAGTGTGATG'CCC CA^AACCCGCGAGCAC TCTTAC TTGC'CCGCCAAGTAG'GGGTTC CTAA
N I T GA A O N D G A I L V V N A T D S V N P 0 T R E K I LL A R 0 V G V P K
510 540 570 600
AATGGTAGTTTTTCTAAACAAGTGTGATATTGCTAGTGATGAAGAGGTACAAGAACTTGTTGCTGAAGAAGTACGTGATCTGTTAACTTCCTATGGTTTTGATGG TAAGAACACTC CTAT
NV V P L NxC D O A S D a a V 0 E L V A4 E V R D L L T S Y G P D G X N T P I
K30 702.90 T0
TA TTATGGCTCAGCTTTAAAAGCATT GAAGGTGATCCAAAGTGGGAGGCTAAGATCCATGATTTGAT'TAAAG CAGTTG'ATGAATGGA TTCCAACTC CTACACGTGAA^GTAGATAAAC C
I Y G s A L K A L I G D P K AE A K I N K L I0 1 V 0 E 0 I P T P T N I V D K P
75T0K 79K .0080 .K40
TTTCTTATTAGCAATTGAAG ATACGATGAC7CATTACTGG'AGAGGTACA'OTTGTTACAGGAAGAGTTGAA'AGAGG TGAA'CTCAAAGT:IGGTCAAGAAGTTGAAATTGTTGGTTTAA^A:C C
F L L A I KD T N T I T G R G T V V T O N V KR G E L VV G o E V e I V G L I P
970 NK*K900 930 960
AATTGA^^ACAGTG T 8CTGAATG^TGTTCAA'66CTAT ACATG TGGTGA'CAATGCTGGGG'TATTATTACGTGGTG TTGAACGTAAAGAAGTTGAAAGAGG
I R K A V V T G I NM F K IE L D S A4 4 G0 N A G V L L V e K E V I R G
990HO. 1020 .K100050. Io%
TCAAGTTTTAGCAAAACCAGGCTCTATTA^ACCGCACAAG'AAATTTA^AAGCTGAGAITCT:TGCTTTAAA'GAAAGAAGAA^GGTGGTAlG:CACACTGGTTT'TTTAAACGGT'TACCGTC TC
O V L A K P G S I K PHIX 9 f K1 E I Y A L K X E IG O R N T G P L N G Y R P 0
l*lO11001040 0070 1200
ATCTATTCCTACACTGTGTlCTGTTCTATTGCT'TTAGCTGAA'AATACTGAIAATGGTTCTACC'TGGTGATAAT'GCTTCTATIT1ACTGTTGAGTTA'ATTGCTC CTA'TCGCTTGTGA
F V P IT DV T S I ALA E N T I N V L P G D AA S I T V E L I A P I A C E
1230 O.K. 12090 1320
AAAAGGTAGTAAGTTCTCAATTCGTG AGGTGGTAGAAC'TGTAGGGGCA'GGCACTGIT::CAGAAGTTCT'AGAATAGTGA'GGATCGCTTTTTTAGTTGAT'TC TGT CAGTA'ATCTAAAGGAA
K G S I F S I R E G G R T V G A G T V T E V L e
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